Paracoccus spp. are metabolically versatile alphaproteobacteria able to perform heterotrophic and chemoautotrophic growth. This study describes the whole-genome sequence of the Paracoccus pantotrophus type strain DSM 2944 (ATCC 35512, LMD 82.5, GB17). The genome sequence revealed the presence of a complete phaZ phaC phaP phaR gene cluster related to polyhydroxyalkanoate metabolism.
housekeeping genes, for example, 16S rRNA genes, genes for heat shock proteins (dnaK and dnaJ), genes involved in chromosomal replication (dnaA and dnaE), and cell division genes (ftsZ and ftsA), were identified only within the assumed chromosomal sequences (13, 14) . The genome annotation was performed with the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) (15, 16) . The genome of P. pantotrophus DSM 2944 T contains a total of 4,076 coding sequences, including three 16S rRNA, three 23S rRNA, and 51 tRNA genes. The phaZ phaC phaP phaR gene cluster associated with polyhydroxyalkanoate (PHA) metabolism was identified on the larger putative chromosome, including PHA depolymerase (phaZ), PHA synthase class I (phaC), PHA granuleassociated phasin (phaP), and PHA synthesis repressor (phaR), and was previously described for Paracoccus denitrificans (17) , which has also been demonstrated to produce poly-␤-hydroxybutyrate (PHB) from alcohols under nitrogen limitation (18, 19) and is closely related to P. pantotrophus. Furthermore, the formation of PHB and other PHA species, for example, polyhydroxyvalerate, by P. pantotrophus was described (5). The sequences described here confirm the capability of P. pantotrophus DSM 2944 T to produce PHA under certain conditions. Data availability. The genome sequence of P. pantotrophus DSM 2944 T has been deposited in GenBank under the accession numbers CP044423 (smaller chromosome), CP044424 (pPAN1 [pHG42]), CP044425 (pPAN2 [pHG41]), and CP044426 (larger chromosome). PacBio sequencing reads for P. pantotrophus DSM 2944 T are deposited in the SRA and available under accession number SRR10314275.
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